Material and methods: Whole genome sequencing analysis was performed on (n = 37) extensively drug resistant (XDR) MTB strains from Pakistan which included Central Asian (n = 23), East African Indian (n = 2), X3 (n = 1), T group (n = 3) and Orphan (n = 8) MTB strains.
Results: By analyzing 42 PE_PGRS genes, 111 SNPs were identified, of which 13 were nonsynonymous SNPs (nsSNPs). The nsSNPs identified in the PE_PGRS genes were as follows:
6, 9, 10 and 55 present in each of the CAS, EAI, Orphan, T1 and X3 XDR MTB strains studied. I n t e r n a t i o n a l J o u r n a l o f M y c o b a c t e r i o l o g y 4 ( 2 0 1 5 ) 1 1 6
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